, Klebsiella quasivariicola [6] and Klebsiella variicola [7] . Raoultella ornithinolytica, Raoultella planticola and Raoultella terrigena were used to belong to the genus Klebsiella but have been transferred to the genus Raoultella [8] . During our clinical works, we found that a Klebsiella clinical strain, WCHKl090001, is distinct from all hitherto known species and therefore may represent a novel species of the genus Klebsiella.
Strain WCHKl090001 was recovered from the urine of a patient at West China
Hospital of Sichuan University, Chengdu, China, in November 2017. The 16S rRNA gene sequence of strain WCHKl090001 was obtained by PCR using the universal primers 27F and 1492R [9] and Sanger sequencing. The nearly-complete 16S rRNA sequence of strain WCHKl090001 was closest (98.5% identity) to NBRC105695 T , the type strain of K. oxytoca. However, the 16S rRNA sequence within Klebsiella is highly conserved and is unable to assign Klebsiella strains to the species level due to the limited phylogenetic resolution [3, 10, 11] .
Strain WCHKl090001 was subjected to whole genome sequencing with 150 × coverage using the HiSeq X10 Sequencer (Illumina, San Diego, CA), which generated 1.49 Gb clean bases. Reads were trimmed using Trimmomatic [12] and were assembled to 149 contigs with a 53.3% GC content using SPAdes v3.11.1 [13] . Whole genome sequences are available for type strains of the genera Klebsiella and Raoultella except K. granulomatis, due to the fact that this species has not yet been cultured axenically [2] . The 383-bp internal sequence fragment of the gyrA gene (encoding DNA gyrase subunit A) and 501-bp of the rpoB gene (encoding RNA polymerase β-subunit) of type strains of the genera Klebsiella were retrieved from their whole genome sequences (Table 1) . R. ornithinolytica, R. planticola and R. terrigena were also included in comparison as they were closely related to Klebsiella species. The concatenated sequences were aligned by MEGA 7.0 [14] to infer a maximum-likelihood tree. Strain WCHKl090001 is clustered with type strains of species of the Klebsiella oxytoca phylogroup including K. grimontii, K. michiganensis and K. oxytoca (Figure 1) .
To further investigate the taxonomy of strain WCHKl090001, both the pair-wise average nucleotide identity (ANI) and in silico DNA-DNA hybridization (isDDH) between strain WCHKl090001 and type strains of the genera Klebsiella and Raoultella were determined. ANI was determined using the JSpecies web program based on BLAST [15] . Strain WCHKl090001 shared only 76.86 to 87.18% ANI with type strains of all known Klebsiella and Raoultella species (Table 1) , which were well below the ≥95% ANI cutoff to define a bacterial species [16] . isDDH was performed using GGDC (formula 2) [17] . The isDDH relatedness between strain WCHKl090001 and any of the known Klebsiella Genotypic and phenotypic characteristics and the genome sequence of strain WCHKl090001 lend the support that the strain should be considered to represent a novel species of the genus Klebsiella, for which the name 
